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This listmg of claims will rqplace all prior versions, and listings, of claims in the 
application: 

Listing of riaimfi! 

L (CuTTBntly Amended) A method for displaying genotype infomation associated 
with probe array experiments, comprising the acts of; 

receiving one or more sets of emission intensity data, wherein each set of 
emission intensity data includes a plurality of emission intensity values from a probe 
atray experiment with an individual sample and e ach emission intensity value is 
associated with a probe disposed upon a probe array; 

generating a plurality of genotype call s for each set of emission intensity data, 
wherein each of the genotype calls is based, at l e ast in part, upon generated by applying 
one or more of the emission intensity value s to one or more models enabled to specifv 
nucleic acid composition : 

assembling the plurality of genotype calls for each set nf ntni<^.sion intensity data 
into one or more genotype data sets; and 

displaying ea^ one or more of the genotype calls o f each of t he one or mor e 
genotype data sets lo a user i n on e or more panes - &{ a graphical user interfac e conn prising 
a first pane that displays a graphical representation of a first region of sequence 
associated with the genotype data sets> a second pane that displays a graphical 
representation of a second region of sequence selected from the first region of sequence, 
and a third pane that displays a graphical representation of a third region of sequence 
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selected from the second regioTi of sequence, wherein the gaohical represeTitation of the 
second rerion includes ^eatcr detail than the graphical representation of the first region, 
the graphical representation of the third region includes greater detail then the graphical 

representation of the second region and comprises a represeiitation of secmence 
composition including the one or more ecnotvpe cal ls of each genotype data set. 

2. (Original) The method of claim 1, wherein: 

each of the plurality of emission intensity values conresponds to detected 
emissions from a scanned probe array, 

3. (Original) Hie method of claim 1, wherein: 

the probe includes a genotyping probe. 

4. (Original) The method of claim 3, wherein: 

the genotyping probe includes a sequencing probe. 

5. (Original) The method of claim 3, wherein: 

the genotyping probe includes a SNP probe. 

6. (CuirenLly Amended) The method of claim 1, wherein: 

the genotype call is an A, G, C, T, or ^ no call. 

7. (Original) The method of claim 1, wherein: 
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the genotype call includes a SJNP call. 
8-12 (Cancelled) 

13. (Original) The method of claim 1, furtfa^ comprising the acts of: 

retrieving annotation information in response to a user selection of one or more of 
the displayed genotype calls; and 

displaying the annotation information in one or more panes of the graphical user 
interface. 

14. (Currently Amended) A system for displaying genotype infontnation associated 
with probe array experiments, comprising: 

a sequence data manager oonatniotod and oirang e d to roooivo that receives o ne or 
more sets of emission intensity data, wherein each set of emission intensity data includes 
a plurality of emission intensity values from a igobe airav experiment with an individual 
sample and each emission intensity value is a ssociated with a probe disposed upon a 
probe array; 

a genotype call generator constructod and airunged to genomto thai genera^ a 
plurality of genotype call s for each set of emission intensity data, wherein each of the 
genotype calls is bas e d, at leoQt in poitt upon generated bv applying o ne or more of the 
emission intensity value s to one or more models enabled to specify nucldc acid 
composition; 
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a data assembler constmotod and arranged to aosomblo that assembles d ie 
plurality of genotype calls for each set of emission intensity data into one or more 
genotype data sets; and 

an output manager constmotod and arrang e d to dioplay thai displays e fte h_one or 
more of t he genotype calls o f each of the one or more genotype data sets to a user i n ^ne 
wmor e panes of a graphical mer interfac e comprising a first pane that displays a 
graphical representation of a first region of sequence associated with the genotype data 
sets, a sec ond pane that dist>lavs a graphical representation of a second region of 
sequence selected from the first region of sequence, and a third pane that displays a 
graphical rcoresentad on of a third region of sequence selected from tfie second region of 
sequence, whe rein the graphical representation of the second region inclndes greater 
detail than the praphical representation of the first region, the graphical representation of 
the third region includes gnsater det ail then the graphical representation of the second 
region and comprises a representation of sequence compositioD iq ( ;luding the one or more 
genotype calls of each genotype data set 

15. (Original) The system of claim 14, wherein: 

each of the plurality of enoission intensity values conesponds to detected 
emissions from a scanned probe array. 

16. (Original) The system of claim 14, wherein: 

the probe includes a genotyping probe. 
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17. (Original) The system of claim 16, whereiji: 

the genoryping probe inclades a sequencing probe. 

18. (Original) The system of claim 16, wherein: 

the genotyping probe includes a SNP probe. 

19- (Currently Amended) The system of claim 14, wherein: 
the genotype call is an A, G, C, T, or ^ng call. 

20. (Original) The system of claim 14, wherein: 
the genotype call includes a SNF call. 

21-25 (Cancelled) 

26. (Original) The system of claim 14, wherein: 

the output manager is further constructed and arranged to retrieve amiotadon 
information in response to a user selection of one or more of the displayed genotype calls, 
and display the annotation information in one or more panes of the graphical user 
inicrface. 

27. (Cuiiently Amended) A computer system for displaying genotype information 
associated with probe array experiments, comprising: 
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a user computer having system memory with executable code stored thereon, 
wherein the executable code perfomis a method, comprising ia conQiructed and airangcd 
to p e rform tfao acts of ; 

receiving one or more sets of emission intensity data, wheiein each set of 
emission intensity data includes a plurality of emission intensity values ftom a nrobe 
airav experiment wit h an individ uaT .<:;»Tnplft and parh emission intensity value is 
associated with a probe disposed upon a piobe array; 

generating a plurality of genotype call s for each set of emission intensity daffl . 
wherein each of the genotype calls is bas e d, at least in part, upon generated by applying 
one or more of the emission intensity value s to one or more models enabled to specify 
nucleic acid composition: 

assembling the plurality of genotype calls for each set of emission intensity data 
into one or more genotype data sets; and 

displaying eaeh one or mo re of the genotype calls o f each of t he one or more 
genotype data sets to a user i n one or more panes of a graphical user interfac e compri sinp 
a first pane that displ ays a graphical representation of a first region of sequence 
associated with the gen otype data sets, a second pane that displays a graphical 
representation of a se cond region of sequence selected from the fii^t teeion of seouence, 
and a third pane that displays a graphical representation of a third rejgion of sequence 
selected from the sec ond region of sequence, wherein the graphical representation of the 
second reeion includes greater detail than the graphical representation of the fitst region. 
the graphical represe ntation of the third region includes greater detail then the saraohical 
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representarion of the second region and comprises a repfs^entation of sequence 
compositi on including^the one or more genotype calls of each Eenotvpe data set. 

28* (New) The method of claim 1, wherein: 

the models include a no call model, a homozygote model, and a heterozygote 

model. 

29. (New) The method of claim 1, wherein: 

the graphical representations of the second and third regions of sequence 
comprise an alignment of sequence information of two or more of the samples. 

30, (New) The method of claim 1, wherein: 

the graphical lepresentadon in the second pane includes a higher resoludon than 
the first pane» and the third pane includes a higher resolution than the second pane. 

3 L (New) The method of claim 1 . wherein: 

the user selects the second region of sequence. 

32. (New) The method of claim I, wherein: 

the user selects the third region of sequence. 

33. (New) The system of claim 14. wherein: 
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the models include a no call model, a homozygote model, and a heterozygote 

model. 

34. (New) The system of claim 14, wherein: 

the graphical representations of the second and third regions of sequence 
comprise an alignment of sequence information of two or more of the samples. 

35. (New) The system of claim 14, wherein: 

the graphical representation in the second pane includes a higher resolution than 
the first pane, and the third pane includes a higher resolution than the second pane. 

36. (New) The method of claim 1, wherein: 

the user selects the second region of sequence. 

37- (New) The method of claim 1, wherein: 

the user selects the third region of sequence. 
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